Supplementary Figure S1
Ancestral separation of RF1 and RF2. An alignment comprising the RF1 and RF2 sequences of 99 members belonging to the phylum Bacteroidetes (unambiguously aligned 230 amino acid positions) was analyzed by both maximum-likelihood (ML) and
Bayesian methods. As the two methods reconstructed very similar trees, only the ML tree is shown here. The ML bootstrap value and the Bayesian posterior probability are shown only for the split between the RF1 and RF2 subtrees.
Supplementary Figure S2
Maximum-likelihood tree of Bacteroidetes inferred from a concatenated 16S and 23S ribosomal RNA alignment processed by 'RY-coding' procedure. Four nucleotide characters (A, C, G, and T) in the original rRNA alignment were re-coded into purine (R; A or G) and pyrimidine (Y; C or T), and subjected to the maximum-likelihood method under the model of Cavender and Felsenstein for two-state characters incorporating among-site rate variation approximated with a discrete gamma distribution with four categories. Only ML bootstrap support values (MLBPs) >80% are shown in this figure. Dots correspond to MLBPs of 100%.
